Chromosome-scale genome assembly of the yeast Saprochaete ingens CBS 517.90 was determined by a combination of technologies producing short (HiSeq X; Illumina) and long (MinION; Oxford Nanopore Technologies) reads. The 21.2-Mbp genome sequence has a GC content of 36.9% and codes for 6,475 predicted proteins.
unpolished] [9] ) were compared with long-read assemblies by wtdgb2 v. 2.3 (options -g 20 m -x ont) (10) and Canu v. 1.7 (options genomeSize ϭ 25m overlapperϭmhap utgReAlignϭtrue) (11) . Based on the comparison, four pairs of contigs were connected, two contigs were extended to telomeres, and seven local misassemblies were corrected. A short contig containing only ribosomal DNA (rDNA) repeats was discarded, with and additional eight copies of rDNA present in contig 4. The resulting assembly was polished with short reads (four iterations of pilon v. 1.21 [12] ; BWA-MEM v. 0.7.17-r1188 [option -M] [13] ). The rDNA repeat and the mitochondrial genome were polished separately from the rest of the genome to avoid ambiguous alignments.
The assembly is 21.2 Mbp long and consists of five nuclear contigs (between 2.7 and 5.7 Mbp) and a mitochondrial genome (35.5 kbp). Nine nuclear contig ends are terminated by telomeric repeats (CA 3 G 5-8 ) n , indicating five chromosomes with one telomeric region missing from the assembly. Genes were annotated using Augustus v. 3.2.3 (option -uniqueGeneIdϭtrue) (14) , with initial parameters estimated from Magnusiomyces capitatus (5) and then trained on the 3,341 predicted S. ingens genes with at least 80% protein-level identity to their closest M. ingens ortholog. A total of 14 predictions were discarded due to in-frame stop codons, resulting in 6,475 nuclear protein-coding genes.
The nuclear genome comparison of S. ingens and M. ingens (Fig. 1A) shows that, although the genomes exhibit a long-range synteny, the alignments are fragmented and have only about 77% identity (median among alignments with at least 1,000 matches). The comparison thus demonstrates that, despite these two yeasts exhibiting many common features, such as similar assimilation profiles (3, 4) and colony and cell morphologies ( Fig. 1B and C) , they represent different species.
Data availability. The assembly has been deposited in ENA (accession no. CABVLU010000000). Illumina and MinION reads have been deposited under accession no. ERR3510534 and ERR3509916, respectively. The assembly and its annotation can also be viewed interactively in a genome browser available at http://genome.compbio .fmph.uniba.sk/. 
